performed to determine the frequencies and strength of association of perinatal mortality and parity, adjusting for maternal age, race, BMI, pre-gestational diabetes, chronic hypertension, fetal sex, smoking status, and socioeconomic status. A p-value less than 0.05 was used to indicate statistical significance. RESULTS: Of 1,317,761 total deliveries, 765,995 (58.1%) were nulliparous and 551,766 (41.9%) were multiparous with one prior birth. Nulliparous women had significantly increased rates of IUFD (aOR 3.30, 95% CI 2.93-3.72) and NND (a OR 1.54, 95% CI 1.19-1.98) compared to multiparous women even after adjusting for relevant covariates. Compared to multiparous women, nulliparous women also had increased rates of small-for-gestational (SGA) age infants at <10% birth weight (aOR 1.76, 95% CI 1.72-1.79) ( Figure  1 ) and Apgars <7 at 5 minutes (aOR 2.42, 95% CI 2.27-2.57). See Table 1 for adverse neonatal outcomes. CONCLUSION: Perinatal mortality is significantly greater in nulliparous women compared to multiparous women with term deliveries. There may be a role to focus on improving maternal health to maximize physiologic adaptation. These findings suggest that lowrisk nulliparous women may require increased surveillance and future studies are needed to determine if interventions during pregnancy can improve neonatal outcomes.
OBJECTIVE: Women with pregestational diabetes have increased risk of poor maternal/neonatal outcomes. In addition to challenging glycemic control they are predisposed to variations in glycolysis, gluconeogenesis and fatty acid metabolism compared to their nondiabetic counterparts. There is limited data on metabolomic changes across pregnancy in diabetic patients. The objective of this study is to determine if metabolomic alterations can be detected in urine of diabetic women compared to controls longitudinally from early to late gestation. STUDY DESIGN: This is a prospective case-control study. Diabetic women and matched controls were recruited prior to 20 wks and followed longitudinally to late gestation after 32 wks. 44 urine specimens were obtained at two time points from 22 subjects. All cases were pregestational insulin dependent diabetics. Controls were matched by age, race, BMI, and GA. Proton nuclear magnetic resonance spectroscopy(1 H-NMR) was used to gain global metabolic profiles of urine. Significance of metabolites was determined using a Student's t-test of the area under the metabolite peak(s) of probabilistic quotient normalized spectra. Significant pathways were determined using overrepresentation analysis (ORA) on metabolites defined as significant following t-test. Significance was defined as p < 0.05 for metabolites and metabolic pathways. RESULTS: A Student's t-test revealed multiple metabolites and subsequent pathway analysis revealed changes in glycerophospholipid metabolism and lysine biosynthesis. Choline, phosphoethanolamine, ethanol amine as well as oxoglutaric acid, L-lysine were noted to significantly decrease as gestation advances in diabetic patients vs control subjects. CONCLUSION: This data confirms alterations in metabolomic profiles in urine of diabetic mothers longitudinally in pregnancy compared to controls. Decreases in metabolites involved in glycerophospholipid metabolism and lysine biosynthesis indicate defects in amnio amino acid synthesis and fatty acid oxidation. These alterations have been implicated in adverse pregnancy outcomes including miscarriage, demise, fasting hypoglycemia and cardiovascular collapse. Urine metabolites may provide a simple non-invasive test potentially enabling better risk stratification of women with diabetes. Further investigation is needed to evaluate varying metabolomic profiles in diabetic patients and their correlation to maternal and neonatal outcomes.
998 Maternal serum hormones of the maternal/ fetal hypothalamic-pituitary axes and its association with successful labor induction. Oregon National Primate Research Center, Beaverton, PA OBJECTIVE: Polycystic ovary syndrome (PCOS) is a condition of hyperandrogenism, oligomenorrhea and polycystic ovarian morphology that affects 5-10% of American women and is associated with decreased fertility and adverse pregnancy outcomes. We have shown the effects of chronic hyperandrogenemia and high fat diet (HFD), two features of PCOS on the metabolic and reproductive activity of a primate. While the etiology of PCOS is unclear, there is a potential role for the microbiome in the pathogenesis. Thus, we aimed to investigate if an inflammatory associated microbial dysbiosis occurs in our primate model of PCOS. STUDY DESIGN: In our primate model of PCOS, Rhesus macaque females have subcutaneous cholesterol (control) or testosterone (T) implants placed and are fed either a control (14% fat) or high fat diet (36% fat). This design created 4 cohorts: control (C), T alone (T), HFD alone (HFD) and T+HFD (T+HFD) (n¼10/group). T and HFD cohorts have decreased fecundity and fertility respectively. All of pregnancies were normal in the C, T, HFD groups, whereas only 57% of pregnancies were normal in the T+HFD group. (Bishop et al 2018) . Vaginal and cervical samples were collected during menses, follicular, and luteal phase prior to the fertility trial. DNA was extracted and subjected to 16S pyrosequencing. Microbiome composition was analyzed with standard methods and compared by cohort and examination of inflammation associated genera was compared. RESULTS: We found significantly distinct compositions between cohorts using beta diversity (p¼0.001). Furthermore, we found significant increases in taxa associated with adverse pregnancy outcomes, such as Sneathia and Mobiluncus (p < 0.05, Fig.A) . When examining the co-occurrence of taxa, we found that Lactobacillus significantly co-occurred with Prevotella and Streptococcus (p<0.05) while Sneathia and Mobiluncus co-occurred together (p <0.001). Additionally, we found functional differences between cohorts using inferred metagenomics (PICRUSt, Fig. C) . CONCLUSION: Our data demonstrate that both diet and androgen treatment result in alterations in the genital tract microbiome characteristic of vaginal dysbiosis associated with inflammation. We speculate that inflammatory associated dysbiosis of the genital tract plays a role in adverse fertility and pregnancy outcomes seen with PCOS.
Funded by NICHD U54HD071836 (NCTRI) and P51OD011092 (ONPRC) 1000 Increased amylase activity in the amniotic fluid of fetal rats with retinoic acid induced myelomeningocele Elizabeth B. Sasso, Matthew E. Thornton, Ramen H. Chmait, Joseph G. Ouzounian, Brendan H. Grubbs Keck School of Medicine, University of Southern California, Los Angeles, CA OBJECTIVE: Neurologic injury in myelomeningocele (MMC) occurs via a two-hit process: failed neural tube closure followed by neurodegeneration in utero. Meconium in the amniotic fluid causes neurotoxicity in rat models of MMC and contains digestive enzymes from the pancreas. The objective of this study is to measure the enzyme activity of amylase in the amniotic fluid of rats affected by retinoic acid induced MMC. We hypothesize that amylase activity will be present at increasing levels with advancing gestation and will
